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serotype f CVFFLGTQNV SAQEQGTQLPASENAWNVAENSVAISQAVADKAATQTTLTETPQVEVEE 
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serotype C CVFFLGTQNV SAQEQGTQLPASENAWNVAENSVAISQAVSDKAAAQTTLTETPQVEVEE 
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serotype f KESKVNAPALNVDDKGAKSKEDVNPTISKTASEVEASAVTATDTKNSNPQVNVETDSSEK 
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serotype C KENKVNAPALNVDDKGAKSKEDVNPTVSKTASEVEASAVTATDTKNSNPQVNVETDSNEK 
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^ETOPKGDKVFYDKVLEADGHQWISYVSYSGIRRYAPIAVT I EELKQKEI VQQNLPAQG 
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TYHFTKQADV KNEAKLSSPTOFSFYNGDHVFYDKV LEADGHQWISYVSYSGIRRYWIGK 
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DHKNDSGNYDIHLYYRLSTGELKWGGKTTTVEAPNRVNLPAOGTYVFTNKVEVKNEART 
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65-ls VKNAASMSSPTQFNFDKGDKVFYDKVLEADGHQWISYVSYSGIRRY 
40-ls VKNAASMSSPTQFNFDKGDKVFYDNVLEADGHQWISYVSYSGIRRY 
65-2s VKNEAKLSS PTQFS FYNGDHVFYDKVLEADGHQWI S YVS YSGI RRY 
65-3s VKNEARTSS PTQFTFNKGES I YYDSI LNADGHQWI S YRS YSGI RRY 
Bsp-2s VKNEAKVASPTQFTLDKGDRIFYDQILTIEGNQWLSYKSFNGVRRF 
Bsp-3s — KEAKISSQTQFTLEKGDKINYDQVLTADGYQWISYKSYSGVRRY 
Bsp-4s VKSQPKVSSPVEFNFQKGEKIHYDQVLWDGHQWISYKS YSGI RRY 
Bsp-ls VKNTPSKSAPVAFYAKKGDKVFYDQVFNKDNVKWISYKSFCGVRRY 
:: . * : * * . : : :. * ; * • * * . 

SH3b VRNSPGTSSPI IGTLKKGDKVKVLGVDG DWADITYGSGQRGY 



FIGURE 2B 
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65-1L QQFDVIISNVSSTQGIKEVLVPVWSEQNGQDDIVWYQATKQGEGVYKVTVKVSDHKNNSG 
65-2L QGFDVL I TNAS STQG I KEVLVPVWSEQNGQDDI IWYQATKQGEGVYKVTVKVS DHKNDSG 
Bsp-L -GFDILITNIKDDNGIAAVKVPVWTEQGGQDDIKWYTAVTTGDGNYKVAVSFADHKNEKG 

70 80 

i i 

65-1L NYDIHLYYRLSTGELKVVGGKTTEVEAP 
65-2L NYDIHLYYRLSTGELKVVGGKTTTVEAP 
Bsp-L L YN I HL Y YQEAS GTLVGVTGTKVT VAGT 



c 

f ATAGTAAAAATTTTTCAAAAAATATATTACGTAAGTATTGCTAAATATTTCTTTTGTGTTTCAATATAGGTGAAAAAAGAAAATGAAGGAAGATTATGAA 
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c ATGAAAAGA 

f TCAAAAAATAGTCGTCATTTCGTCATTTTACATGTTAGGTGCTCATTCATTTTCAAAGGCAGTATATCATAATGATAGGAGTGTGAAACTTATGAAAAGA 
110 120 130 140 150 160 170 180 190 200 
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C ATTGATATTAATCATCAAGCACAACGTTTTTCTATTCGCAAATATGCATTTGGAGCTGCATCTGTTTTAATTGGCTGTGTCTTTTTTCTAGGTACCCAAA 

* 

f ATTGATATTAATCATCAAGCACAACGTTTTTCTATTCGTAAATATGCATTTGGAGCTGCATCTGTTTTAATTGGCTGTGTCTTTTTTCTAGGTACCCAAA 
210 220 230 240 250 260 270 280 290 300 

110 120 130 140 150 160 170 180 190 200 

C ATGTTTCTGCACAAGAGCAGGGAACTCAATTGCCAGCAAGTGAAAACGCAGTTGTGAACGTGGCTGAAAATTCAGTTGCTATCAGCCAAGCAGTTTCAGA 

f ATGTTTCTGCACAAGAGCAGGGAACTCAATTGCCAGCAAGTGAAAACGCAGTTGTGAACGTGGCTGAAAATTCAGTTGCTATCAGCCAAGCAGTTGCAGA 
310 320 330 340 350 360 370 380 390 400 

210 220 230 240 250 260 270 280 290 300 

C TAAGGCAGCAGCTCAAACAACTCTAACAGAAACACCCCAAGTTGAAGTTGAGGAGAAAGAAAATAAGGTAAATGCTCCTGCTTTAAATGTCGATGACAAA 

f TAAGGCAGCAACTCAAACAACTCTAACAGAAACACCCCAAGTTGAAGTTGAGGAGAAAGAAAGTAAGGTAAATGCTCCTGCTTTAAATGTCGATGACAAA 
410 420 430 440 450 460 470 480 490 500 

310 320 330 340 350 360 370 380 390 400 

C GGTGCAAAATCCAAAGAAGATGTGAACCCTACTGTTTCAAAGACAGCAAGTGAAGTGGAAGCTTCTGCAGTAACTGCTACTGATACTAAAAATTCAAATC 

f GGTGC AAAATCC AAAGAAGAT GT GAACC CT ACT AT T TC AAAG AC AGC AAGT GAAGT GGAAGC TTC T GC AGT AACT GC T ACT GAT AC T AAAAATT C AAAT C 

510 520 530 540 550 560 570 580 590 600 

410 420 430 440 450 460 470 480 490 500 

C CACAAGTCAATGTTGAAACTGACTCAAATGAAAAAGACGAAAATAAAATGGTCACCTCGGCTCCAGCTAAGGAGACTGAGGCAGAACAAAATGAGAAAGC 

f CACAAGTCAATGTTGAAACTGACTCAAGTGAAAAAGACGAAAATAAAATGGTCACCTCGGCTCCAGCTAAGGAGACTGAGGCAGAACAAAATGAGAAAGC 
610 620 630 640 650 660 670 680 690 700 

510 520 530 540 550 560 570 580 590 600 

C GGTAGCAGAAAATCTTATGCAAAGACAAGCTAAGGCTGTCTCAATTCCATCGCAAGGCAATTATGTTTTCCAAGAAACAACTCCTGTAAAAAATGCAGCC 
**★ 

f GGTC AGAG AAAATCT T ATGC AAAGAC AAGC T AAGGC T GTCTC AAT T C C AT CGC AAGGC AAT T ATGT T T TC C AAGAAAC AACT CC T GT AAAAAAT GC AGC C 

710 720 730 740 750 760 770 780 790 800 

610 620 630 640 650 660 670 680 690 700 

C AGTATGTCCAGCCCAACCCAATTTAACTTTGATAAAGGAGATAAGGTTTTTTATGATAAGGTTTTAGAAGCGGATGGGCATCAATGGATTAGCTATGTGT 

f AGTATGTCCAGCCCAACCCAATTTAACTTTGATAAAGGAGATAAGGTTTTTTATGATAATGTTTTAGAAGCGGATGGGCATCAATGGATTAGCTATGTGT 
810 820 830 840 850 860 870 880 890 900 

710 720 730 740 750 760 770 780 790 800 

C CTTACAGTGGTATTCGTCGCTATGCTCCTATTGCTGTGACAATTGAAGAATTGAAGCAAAAAGAAATTGTTCAGCAAAATTTACCGGCACAAGGAACCTA 

f CTTACAGTGGTATTCGTCGCTATGCTCCTATTGCTGTGACAATTGAAGAATTGAAGCAAAAAGAAATTGTTCAGCAAAATTTACCGGCACAAGGAACCTA 
910 920 930 940 950 960 970 980 990 1000 
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810 820 830 840 850 860 870 880 890 900 

TCACTTTACTAAACAAGCAGACGTTAAAAATGAAGCTAAACTGTCTAGTCCGACCCAATTCTCGTTTTACAACGGAGATCACGTTTTTTATGATAAGGTT 
★ ** 

TCACTTTACTAAACA-GCAGAGCTTAAAAATGAAGCTAAACTGTCTAGTCCGACCCAATTCTCGTTTTACAACGGAGATCACGTTTTTTATGATAAGGTT 
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 



910 920 930 940 950 960 970 980 990 1000 

TTAGAAGCGGATGGGCATCAATGGATTAGCTATGTGTCCTACAGTGGTATCCGTCGTTATGTTGTTATTGGAAAGCTTACGACACAACCCTCTCCAATTG 
* 

TTAGAAGCGGATGGACATCAATGGATTAGCTATGTGTCCTACAGTGGTATCCGTCGTTATGTTGTTATTGGAAAGCTTACGACACAACCCTCTCCAATTG 
1110 1120 1130 1140 1150 1160 1170 1180 1190 1200 



1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 

AAACTAAAGTATCAGGTACTATTGCCATCCAAAATAAAACGGCTCAACAATTCGATGTTATCATTTCTAATGTTTCCAGCACTCAAGGCATAAAAGAGGT 

* * * * * 

AAACTAAAGTATCAGGTACTATTGTCATCCAAAATAAAACGGCTCAACAATTCGATGTTGTCATTTCTAATGCTTCAAGCAATCAAGGCATAAAAGAGGT 
1210 1220 1230 1240 1250 1260 1270 1280 1290 1300 



1110 1120 1130 1140 1150 1160 1170 1180 1190 1200 

ATT AGTGCC GGT TT GGTC AGAGC AAAACGGGC AGGATG AC AT TGTCT GGT AT C AAGC AACT AAAC AAGGCGAAGGC GTT TAT AAGGT GAC CGTT AAGGTC 

** * 

ATTAGTGCCAGTTTGGTCAGAGCAAAACGGGCAGGATGACATTGTCTGGTATCAAGCAATCAAACAAGGTGAAGGCGTTTATAAGGTGACCGTTAAGGTC 
1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 



1210 1220 1230 1240 1250 1260 1270 1280 1290 1300 

AGTGACCATAAAAATAACAGTGGTT^ACTATGACATTCACCTTTATTATCGCCTTTCAACTGGTGAATTAAAGGTTGTTGGAGGAAAGACAACTGAGGTGG 
* * * ** * * *★* **** * *********** ** 

AGTGACCATAAAAATAATAGCGGTAACTATCATGTCCATCTTTATTATCTTTTGGATAATGGTGAACAAAGAGGAGTCGGGGCAACAATGACTGAGGTGG . 
1410 1420 1430 1440 1450 1460 1470 1480 1490 1500 



1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 

AAGC ACCG AAGCC T GT AGAAAC AAC AGGT AT C AT T AGC ATTGCC AAT AAG AGC AGCC AAGG ATT TGAT GTT T TG ATT ACT AATGCTT C C AGC ACTC AAGG 
** * 

AAGCACCAGAGCCTGTAGAAACAACAGGTATCATTAGCATTGCCAATAAGAGCAGCCAAGGATTTGATGTTTTGATTACTAATGCTTCCAGCACTCAAGA 
1510 1520 1530 1540 1550 1560 1570 1580 1590 1600 



1410 1420 1430 1440 1450 1460 1470 1480 1490 1500 

C AT AAAAGAGGT AT T AGT GC C AGT T T GGT C AGAAC AAAACGGAC AGGACG AT ATT AT TT GGT ATC AAGC AAC T AAAC AAGGC GAAGGCGT TT AT AAGGT G 
* * 

CATAAAAGAGGTTTTAGTGCCGGTTTGGTCAGAACAAAACGGACAGGACGATATTATTTGGTATCAAGCAACTAAACAAGGCGAAGGCGTTTATAAGGTG 
1610 1620 1630 1640 1650 1660 1670 1680 1690 1700 



1510 1520 1530 1540 1550 1560 1570 1580 1590 ■ 1600 

ACC GT T AAGGTC AGTG AC C AT AAAAATG AC AGT GGT AAC T ATGAC ATTC AC CT TT AT TATCGCC TTTC AAC T GGT GAAT T AAAGGT T GT T GGAGG AAAG A 

* * ** 

GCCGTTAAGGTCAGTGACCATAAAAATGACAGTGGTAACTATAACATTCACCTTTATTATCGCCTTGTAACTGGTGAATTAAAGGTTGTTGGAGGAAAGA 
1710 1720 1730 1740 1750 1760 1770 1780 1790 1800 



1610 1620 1630 1640 1650 1660 1670 1680 1690 1700 

CAACGACAGTAGAAGCCCCTAATAGAGTCAATCTTCCAGCACAAGGAACTTATGTTTTCACTAATAAAGTTGAGGTTAAAAATGAGGCCAGAACATCTAG 

* 

CAACGACAGTAGAAGCCCCTAATAGAG-CAATCTTCCAGCACAAGGAACTTATGTTTTCACTAATAAAGTTGAGGTTAAAAATGAGGCCAGAACATCTAG 
1810 1820 1830 1840 1850 1860 1870 1880 1890 1900 



1710 1720 1730 1740 1750 1760 1770 1780 1790 1800 

TCCAACTCAGTTTACCTTTAATAAAGGAGAAAGTATTTACTATGACAGTATCTTGAATGCTGATGGACATCAATGGATTAGCTATCGTTCCTACAGTGGT 

TCCAACTCAGTTTACCTTTAATAAAGGAGAAAGTATTTACTATGACAGTATCTTGAATGCTGATGGACATCAATGGATTAGCTATCGTTCCTACAGTGGT 
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ATTCGTCGT T AT AT T ATC ATTGAT TGA 
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ATTCGTCGTTATATTATCATTGGTTGA 
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FIGURE 3, CTD. 
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FIGURE 5 



Comparison of peptidoglycan source and enzyme source for hydrolytic activity 
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Enzyme source 

OMZ175 peptidoglycan: Lane 1 - A32-2 

Lane2-OMZ175 

A32-2 peptido gly can: Lane 3 - A32-2 

Lane4-NG8 
Lane 5 - SrtA- 
Lane 6- OMZ175 
Lane 7-UA159 




Enzyme source 

S.sobrinus peptidoglycan: Lane 8 - A32-2 
S. gordorm peptidoglycan: Lane 9 - A32-2 
S. oralis peptidoglycan: Lane 10 - A32-2 
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Enzyme source: 

NG8 A32-2 Marker 
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Peptidoglycan source: Actinobacillus actinomycetemcomitans 29522 
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Adherence Assay Adherence Assay 
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Fimbriae Concentration 

f~l 33 ug/ml 
3.3 ug/rnl 
.33 ug/ral 
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Concenirotiori of neuirolizing 52 kDo salivary protein G*g/ 
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